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A Multi-Exon-Skipping Detection Assay Reveals Surprising Diversity of
Splice Isoforms of Spinal Muscular Atrophy Genes
Abstract
Humans have two near identical copies of Survival Motor Neuron gene: SMN1 and SMN2. Loss of SMN1
coupled with the predominant skipping of SMN2 exon 7 causes spinal muscular atrophy (SMA), a
neurodegenerative disease. SMA patient cells devoid of SMN1 provide a powerful system to examine splicing
pattern of various SMN2 exons. Until now, similar system to examine splicing of SMN1 exons was unavailable.
We have recently screened several patient cell lines derived from various diseases, including SMA, Alzheimer’s
disease, Parkinson’s disease and Batten disease. Here we report a Batten disease cell line that lacks functional
SMN2, as an ideal system to examine pre-mRNA splicing of SMN1. We employ a multiple-exon-skipping
detection assay (MESDA) to capture simultaneously skipping of multiple exons. Our results show surprising
diversity of splice isoforms and reveal novel splicing events that include skipping of exon 4 and co-skipping of
three adjacent exons of SMN. Contrary to the general belief, MESDA captured oxidative-stress induced
skipping of SMN1 exon 5 in several cell types, including non-neuronal cells. We further demonstrate that the
predominant SMN2 exon 7 skipping induced by oxidative stress is modulated by a combinatorial control that
includes promoter sequence, endogenous context, and the weak splice sites. We also show that an 8-mer
antisense oligonucleotide blocking a recently described GC-rich sequence prevents SMN2 exon 7 skipping
under the conditions of oxidative stress. Our findings bring new insight into splicing regulation of an essential
housekeeping gene linked to neurodegeneration and infant mortality.
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Introduction
Alternative pre-mRNA splicing increases the coding potential of
eukaryotic genome by producing multiple proteins from a single
gene [1]. As per current estimate, more than 95% of human genes
with two or more exons are alternatively spliced [2]. Splicing is
catalyzed by spliceosome, a macromolecular machine, which is
assembled de novo for the removal of each intron [3,4]. Splicing
is also coupled with transcription as several splicing factors are
recruited to spliceosome and/or pre-mRNA sequence through
RNA polymerase [5]. Regulation of alternative splicing rests on
non-spliceosomal factors that bind to pre-mRNA sequences called
exonic or intronic splicing enhancers (ESEs or ISEs) and silencers
(ESSs or ISSs) [6–8]. Enhancer and silencer motifs promote or
suppress splice-site (ss) selection, respectively. Due to the difference
in arrangement of cis-elements within exonic and flanking intronic
sequences, regulation of alternative splicing of each exon is unique
[9,10]. Mutations within regulatory sequences and/or aberrant
expression of splicing factors due to genotoxic and/or oxidative
stress (OS) result in defective splicing [11–17]. However, there are
very limited studies capturing OS-triggered aberrant splicing of
multiple exons in a single transcript of an essential human gene.
Also it is not known if deleterious effect of OS on splicing of a
specific exon could be prevented by strengthening of a ss.
Humans have two near identical copies of Survival Motor Neuron
gene: SMN1 and SMN2 [18]. Hereafter, SMN (in italics) refers to a
gene or a transcript, whereas SMN (in normal case capital letters)
refers to a protein. Both SMN genes code for identical proteins;
however, SMN2 predominantly generates a short transcript due to
skipping of exon 7, producing a truncated protein (SMND7) that is
highly unstable [19–21]. Therefore, SMN1 serves as the primary
gene for production of full-length SMN, a multifunctional protein
containing nucleic acid binding, tudor, Sm binding, Calpain
cleavage, ZPR1 binding and Gemin2 binding domains (Figure 1)
[22–28]. Interaction of SMN with Gemin2 is essential for the
formation of a large heteromeric complex (SMN complex) that
participates in snRNP biogenesis, an important housekeeping
function [29,30]. SMN is also implicated in transcription, DNA
recombination, signal transduction, stress granule formation,
vesicular transport and motor neuron trafficking [31–37]. The
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inability of SMN2 to compensate for the loss of SMN1 results in
spinal muscular atrophy (SMA), a leading genetic cause of infant
mortality [38]. The exact function of SMN2 remains unknown,
although, several lines of evidence support its role in cellular
metabolism. For instance, a SMA mouse model expressing very
high levels of SMND7 showed prolonged lifespan [39]. Further,
deletion of SMN2 has been associated with higher incidence of
amyotrophic lateral sclerosis (ALS) and lower motor neuron
disease [40,41]. In addition, SMN2 serves as a spare gene with a
potential to be corrected in SMA. Indeed, recent reports of
correction of SMN2 exon 7 splicing in animal models have shown
promise for SMA therapy [42–47]. Most lead compounds to show
therapeutic potential in animal models have been initially found to
correct SMN2 exon 7 splicing in cultured SMA patient cells. In
particular, publically available GM03813 cell line that lacks SMN1
has emerged as a cell-based model system for the preliminary
screening of potential SMA drugs [48–54]. GM03813 cell line has
also been useful in validating regulatory cis-elements and
transacting factors that modulate SMN2 exon 7 splicing [48,51–
55]. On the other hand, there is no systematic study on SMN1
splicing regulation in a publically available SMN2-lacking cell line.
Both SMN1 and SMN2 have similar gene organization i.e. nine
exons and eight introns (Figure 2A). A critical cytosine (C) to
thymidine (T) mutation at the 6th position (C6U transition in
transcript) of exon 7 and an adenosine (A) to guanosine (G)
transition at the 100th position (A100G) of intron 7 cause SMN2
exon 7 skipping [19,56]. Both, C6U and A100G mutations create
binding sites for an inhibitory protein hnRNP A1 that weakens the
39 ss of SMN2 exon 7 [56]. An additional G to A mutation at the
236th position (G236A) of non-coding exon 8 creates a SMN2-
specific signature motif (CTNAG) that could be cleaved by DdeI
restriction endonuclease (Figure 2A). Therefore, DdeI digestion
has been useful in distinguishing SMN2 transcripts from SMN1
transcripts [19]. Based on studies in SMA patient cells as well as in
mouse models carrying SMN2, skipping of SMN2 exons 3, 5 and 7
have been confirmed [18,48,53,57]. There is also evidence to
suggest very small but detectable skipping of SMN1 exon 5 and
exon 7 in certain cell types [18,19,58]. However, it is not known if
splicing of two or more exons of SMN is co-regulated. Also, there is
no report of skipping of SMN1 exon 3. In general, there is a lack of
a reliable assay to capture the relative abundance of the major
splice variants of SMN1 and SMN2.
Paraquat (PQ), an herbicide and oxidative stress (OS)-causing
agent, has been linked to the increased risks of neurological
disorders, including Parkinson’s disease [59]. Incidentally, PQ
treatment of neuronal cells have been shown to cause enhanced
skipping of exons 5 and 7 of SMN2 but not SMN1 [60]. Although
not independently validated, these findings put SMA patients into
the category of high-risk candidates who are likely to be affected
the most under the conditions of OS. In addition, OS-induced
enhanced skipping of SMN2 exon 7 raises the fundamental
question whether any of the strategies aimed at the correction of
SMN2 exon 7 splicing in SMA will retain its efficacy under the
conditions of OS. Given a high degree of sequence conservation
between SMN1 and SMN2, it is likely that some of the yet
uncharacterized splicing events in OS are common to both, SMN1
and SMN2. A definitive answer to this question awaits further
experimentation in specific cell types that express either SMN1 or
SMN2.
Here we report a systematic analysis of splice isoforms
generated by SMN1 and SMN2 under normal and OS conditions.
Our study also addresses an important question of neuronal versus
non-neuronal regulation of alternative splicing of various SMN
exons. One of the defining aspects of this study is the application of
a multiple-exon-skipping detection assay (MESDA) that captures
the relative abundance of all major splice variants of SMN. We also
take advantage of a unique cell type (GM20384) that we
serendipitously discovered to lack SMN2 transcripts probably
due to a partial or complete deletion of SMN2 alleles. Our findings
reveal novel splice variants, including those generated by an
unexpected skipping of exon 4 and/or several adjacent exons of
SMN. We show that OS affects alternative splicing of several exons
of SMN1 and SMN2 in both, neuronal and non-neuronal cells.
Our results suggest an OS-induced collaborative skipping of SMN2
exons 5 and 7. Further, we demonstrate that skipping of SMN2
exon 7 under OS is dependent upon several factors including
promoter sequence, endogenous context and the strength of ss. We
also demonstrate that an antisense oligonucleotide (ASO)-based
strategy to correct SMN2 exon 7 splicing retains its efficacy under
the conditions of OS.
Results
Identification of a Cell Line that Lacks SMN2
To explore the possibility that different pathological conditions
can affect splicing of SMN exon 7, we screened a number of
publically available patient cell lines, including batten disease (BD),
Parkinson’s disease and Alzheimer’s disease cell lines (Table 1,
Figure 2B). As a control, we also used undifferentiated neuronal
SH-SY5Y cells (lane 1, Figure 2B). SMN1/SMN2 transcripts were
analyzed by a sensitive radioactive RT-PCR using forward and
reverse primers annealing to exon 6 and exon 8, respectively.
Importantly, PCR products contained the SMN2-specific DdeI
restriction site within exon 8 (Figure 2A). Therefore, after DdeI
digestion of PCR products, samples from cells containing both,
SMN1 and SMN2, produced four bands (Figure 2B). The slowest
migrating band (top band) in a polyacrylamide gel represented the
Figure 1. Diagrammatic representation of SMN mRNA and SMN protein. Number of amino acids encoded by each exon is indicated. Exons
as well as domains they encode are shown as boxes. Domain functions are indicated.
doi:10.1371/journal.pone.0049595.g001
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exon 7 included transcripts from SMN1, whereas, three fast
migrating bands originated from SMN2.
Despite similar amount of starting material (RNA) used for RT-
PCR, we observed varied intensity of expected four bands in
different cell types. This could be due to a combination of factors,
including but not limited to variations in SMN1/SMN2 copy
numbers, transcription rate and splicing regulation. In order to
compare side-by-side the relative proportions of SMN1 versus
SMN2 transcripts in various cell types, loading of PCR products in
polyacrylamide gel was adjusted (Figure 2B). Our assay reliably
detected the presence and/or absence of major transcripts specific
to SMN1 and/or SMN2. For instance, the SMN1-associated top
band was absent in GM03813, a well-studied SMA type I patient
fibroblast cell line (Figure 2B, lane 14). Except GM03813, all other
cell lines in our screening showed the presence of SMN1.
Noticeably, GM20384, a BD patient lymphocyte cell line, lacked
all bands corresponding to SMN2, suggesting a complete or partial
deletion of both SMN2 alleles (Figure 2B, lane 3). None of the
other five BD patient lymphocytes showed the loss of SMN2
transcripts. To further ascertain that all exon 7-included products
in GM20384 originated from SMN1, we sequenced ten clones
derived from the top band (full-length transcript). All clones lacked
SMN2 associated signature mutations in exons 7 and 8, confirming
the absence of the intact SMN2 gene. Of note, donor of GM20384
had a mutation in CLN3 gene that is generally associated with BD
(Table 1) [61]. However, irrespective of the presence or absence of
SMN2, CLN3 mutations did not produce any change in splicing
pattern of SMN1 in any of the BD patient cell lines we tested
(Figure 2B). In addition, splicing pattern of SMN1 in GM20384
cells was similar to those in non-BD cell types. We believe that
GM20384 cells provide a valuable tool to understand SMN1-
specific splicing regulation.
A Unique Assay Captures Relative Expression of Major
Splice Isoforms of SMN1 and SMN2
To determine the relative abundance of major splice variants of
SMN1/SMN2 in a one-step reaction, we developed a PCR-based
assay that we named ‘‘MESDA’’. The 59 and 39 primers used in
MESDA annealed to SMN exons 2b and 8, respectively. Our
rationale to use 59 primer in exon 2b was based on the fact that
Figure 2. Splicing of endogenous SMN exon 7. A, Diagrammatic representation of exon/intron organization of SMN1 and SMN2 genes. Exonic
sequences are shown as colored boxes and intronic sequences are shown as lines/broken lines. Sizes of exons and introns are given. Size of the 39UTR
is based on the prevalently reported SMN1 transcript (NCBI accession number NM_000344). B, Splicing patterns of endogenous SMN1 and SMN2 exon
7 in different cell lines. Name of cell lines used are given on the top of the gel. Spliced products were analyzed by RT-PCR. We used 1 mg of total RNA
per 5 ml of reverse transcription reaction and generated cDNA employing random primers. SMN transcripts were amplified using primers P25 and P31.
To distinguish transcripts originated from SMN2, PCR products were digested with DdeI [55]. SMN1 and SMN2 transcripts are indicted on the right of
the gel. Exon 7-included (+) and exon 7-skipped (2) products are indicated on the left of the gel. Based on RT-PCR results, the presence and absence
of SMN1/SMN2 gene is marked by (+) and (2) respectively. The percentage of SMN2 exon 7 skipping was calculated based on the total value of SMN2
exon 7-included and exon 7-skipped products [55].The last 81 nucleotides of exon 1 are translated. Several mutations that distinguish SMN1 and
SMN2, including DdeI restriction site, as well as location of primers used for amplification of endogenous SMN transcripts are indicated.
doi:10.1371/journal.pone.0049595.g002
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this exon is constitutively spliced. Also, use of 59 primer in exon 2b
versus constitutively spliced exon 1 or exon 2a resulted in shorter
PCR products that can be better resolved on a polyacrylamide gel.
To maintain the sensitivity and an accurate estimate of the relative
molecular abundance of amplified products of different sizes, we
performed a limited-cycle radioactive PCR in which only one of
the primers was 59-radiolabeled. Considering that the 59 and 39
primers employed in MESDA annealed to exons 2B and 8 of
SMN, respectively, we were able to capture multiple splice
variants, including the transcripts generated by simultaneous
skipping of three exons of SMN. MESDA also identified novel
splice variants due to an entirely unexpected splice site pairings.
Cloning and sequencing confirmed identity of splice variants
generated by MESDA. GenBank accession numbers of novel
splice isoforms of SMN reported here are given in Table 2.
We employed MESDA to first profile major splice variants of
SMN1 and SMN2 in GM20384 and GM03813 cells, respectively.
SMN1 in GM20384 cells produced one predominant band
corresponding to the full-length transcript (Figure 3B, lane 2). In
addition, SMN1 showed very small but detectable skipping of exon
5 and exon 3. These results reveal for the first time the possibility
of alternative splicing of SMN1 exon 3 that codes for a critical
tudor domain. Previous studies have shown that tudor domain
plays an important role in nucleocytoplasmic trafficking of SMN
[25]. GM03813 cells showed two prominent bands corresponding
to the full-length and exon 7-skipped transcripts of SMN2. Similar
to SMN1 splice variants in GM20384 cells, we also detected
skipping of SMN2 exon 5 and exon 3 in GM03813 cells. However,
unlike SMN1, SMN2 showed co-skipping of exons 5 and 7 as well
as exons 3 and 7 (Figure 3B, lanes 1 and 2). We also observed
much weaker bands representing D3,5 and D3,5,7 transcripts in
GM03813 and GM20384 cells. As controls, we used GM20383
lymphocytes and undifferentiated neuronal SH-SY5Y cells. Since
these cells contain both, SMN1 and SMN2, they produced a
mixture of transcripts representing all SMN splice isoforms.
Interestingly, the results of MESDA revealed almost identical
splicing pattern of SMN in SH-SY5Y and GM20383 cells,
suggesting similarity in splicing of SMN between neuronal and
non-neuronal cells. However, compared to other cell types
examined, we observed higher expression of major SMN splice
variants in SH-SY5Y cells. Using cloning and sequencing, we next
characterized the relative abundance of SMN1 and SMN2
transcripts for specific splice variants in SH-SY5Y cells. Some
splice variants were also sequenced in other cell lines. In general,
we sequenced between 8 and 17 clones from major isoforms
Table 1. Cell lines used in this study.
No. Cell type Source Disease Description Cell Type
1 SH-SY5Y (CRL-2266) ATCC NB Unique marker on
Chromosome 1
Neuroblastoma
2 GM 20383 CCR BD/CL Juvenile CL, CLN3 mutations B-Lymphocyte
3 GM 20384 CCR BD/CL Juvenile CL, CLN3 mutations B-Lymphocyte
4 GM 20381 CCR BD/CL Juvenile CL, CLN3 mutations B-Lymphocyte
5 GM 20382 CCR BD/CL Juvenile CL, CLN3 mutations B-Lymphocyte
6 GM 08820 CCR BD/CL Juvenile CL, CLN3 mutations B-Lymphocyte
7 GM 08794 CCR BD/CL Juvenile CL, CLN3 mutations B-Lymphocyte
8 ND 00013 CCR PD Late onset DNA panel B-Lymphocyte
9 ND 00002 CCR PD Young onset DNA panel B-Lymphocyte
10 ND 00092 CCR Ctrl PD Convenience control B-Lymphocyte
11 AG 04159 CCR AD Familial, type 3 Fibroblast
12 GM 03814 CCR SMA Carr Mother (SMN1+/2) Fibroblast
13 GM 03815 CCR SMA Carr Father (SMN1+/2) Fibroblast
14 GM 03813 CCR SMA Child (SMN12/2), SMA Type I Fibroblast
Abbreviations: ATCC, American type cell collection; CCR, Coriell cell repositories; NB, Neuroblastoma; BD, Batten disease; CL, Ceroid lipofuscinosis; PD, Parkinson’s
disease; Ctrl, Control; AD, Alzheimer’s disease; SMA, Spinal muscular atrophy; Carr, Carrier.
doi:10.1371/journal.pone.0049595.t001
Table 2. Description and GenBank accession numbers of
splice variants reported in this study.
Exon Gene Cell line Treatment* GenBank accession number
D5 SMN1 GM20384 PQ-treated JQ657798
D3 SMN1 GM20384 PQ-treated JQ657800
D5,7 SMN1 GM20384 PQ-treated JQ657799
D5,6,7 SMN1 GM20384 PQ-treated JQ657801
D5,6 SMN1 GM20383 Untreated JQ732166
D5,6 SMN2 GM20383 Untreated JQ732167
D5 SMN1 SH-SY5Y PQ-treated JQ657802
D3 SMN2 SH-SY5Y PQ-treated JQ690861
D3,4 SMN1 SH-SY5Y PQ-treated JQ745297
D4,7 SMN2 SH-SY5Y PQ-treated JQ690864
D3,7 SMN2 SH-SY5Y PQ-treated JQ690862
D3,5 SMN1 SH-SY5Y PQ-treated JQ657803
D3,5,7 SMN2 SH-SY5Y PQ-treated JQ690863
D5,7 SMN2 SH-SY5Y Untreated JQ690865
D3,7 SMN1 SH-SY5Y Untreated JQ690867
D3,5 SMN2 SH-SY5Y Untreated JQ690866
D3,5,7 SMN1 SH-SY5Y Untreated JQ690868
*Represents whether splice isoforms were detected in untreated and/or PQ-
treated cells. PQ-treated refers to treatment of cells with 1 mM PQ for 24 h.
doi:10.1371/journal.pone.0049595.t002
Diversity of Splice Isoforms of SMA Genes
PLOS ONE | www.plosone.org 4 November 2012 | Volume 7 | Issue 11 | e49595
amplified by MESDA. DdeI digestion combined with sequence
analysis confirmed that isoforms lacking exon 7 came mostly from
SMN2 (Figure 4C and Figure S1). Based on sequence analysis,
transcripts containing exon 7 but lacking exon 5 or exon 3 were
generated mostly from SMN1 (Figure S1). It remains to be seen if
these results were affected by potentially different copy numbers of
SMN1 and SMN2 genes in SH-SY5Y cells. Our detection of SMN
transcript lacking exons 5 and 6 (D5,6) in GM20383 lymphocytes
was a novel and an unexpected finding. This transcript is
generated by an unusual pairing between the 59 ss exon 4 and
the 39 ss exon 7. Considering that the 39 ss SMN1 exon 7 is much
stronger than the 39 ss SMN2 exon 7, we expected a higher
occurrence of SMN1D5,6 compared to SMN2D5,6. Indeed,
sequence analysis revealed that an overwhelming majority of
D5,6 transcripts generated were from SMN1 (Figure S1A).
Effect of OS on Splicing of SMN Exons
Having established that various exons of SMN1/SMN2 are
alternatively spliced, we set out to distinguish between general
versus neuronal cell-specific effect of OS on SMN pre-mRNA
splicing. To induce OS, neuronal and non-neuronal cells were
treated with 1 mM PQ and transcripts were analyzed by MESDA
24 h post treatment. Of note, a previous study has shown that
1 mM of PQ is sufficient to produce a significant oxidative stress in
neuronal SH-SY5Y cells [60]. We observed OS-induced increase
in skipping of SMN2 exon 7 in all cell types treated with PQ
(Figure 4 and Figure S2). Based on results of DdeI digestion
(Figure 4C), the strongest effect of OS on splicing of SMN2 exon 7
was observed in GM20383 lymphocytes followed by neuronal SH-
SY5Y cells. Substantial skipping of SMN2 exon 7 was also
observed in GM03813 fibroblasts treated with PQ. Based on these
findings, we conclude that response to PQ-induced OS on splicing
of SMN2 exon 7 is universal. In addition, DdeI digestion analysis
underscores that OS-induced skipping of exon 7 is associated
mostly with SMN2 (Figure 4C). Supporting the reduced vulner-
ability of SMN1 exon 7 to skipping under OS, we detected very
low levels of SMN1 exon 7-skipped products in PQ-treated SH-
SY5Y cells (Figure 4C, lane 8).
We observed an increase in PQ-induced skipping of SMN1 exon
5 in GM20384 lymphocytes, suggesting that pre-mRNA splicing of
human SMN1 is sensitive to OS (Figure 4B). To validate that the
effect of OS on SMN1 exon 5 splicing is not specific to
lymphocytes and/or related to BD-causing mutations in CLN3
gene, we isolated and cloned RT-PCR products lacking exon 5
from PQ-treated SH-SY5Y cells. Based on sequence analysis,
conditions of OS led to an appreciable increase in SMN1D5
transcripts compared to SMN2D5 (Figure S1). These results
confirm that skipping of exon 5 is one of the major SMN1-
associated events in cells undergoing OS. Unlike SMN1, most
SMN2 transcripts that went through exon 5 skipping also lacked
exon 7. Consistently, we observed an enhanced co-skipping of
SMN2 exons 5 and 7 in PQ-treated GM03813 fibroblasts,
GM20383 lymphocytes and neuronal SH-SY5Y cells (Figure 4B).
Interestingly, PQ-induced OS caused a noticeable reduction in
intensity of several fast migrating exon 3-skipped splice variants
(D3, D3,5 and D3,7) in SH-SY5Y cells. Consistent with these
findings, results of quantitative real-time PCR (qPCR) using
various junction primers supported a decrease in skipping of exon
3 in PQ treated SH-SY5Y cells (Figure S3). However, due to a
near background level of expression of D3 transcripts, suppression
of exon 3 skipping under OS was not accompanied by an
appreciable increase in the exon 3-included transcripts.
Conditions of OS produced three additional novel SMN1 splice
variants that we captured in neuronal SH-SY5Y cells (Figures 4A
and 4B). The first such variant lacked SMN1 exons 4 and 7
(SMN1D4,7) and co-migrated with the SMND3 transcript in a
polyacrylamide gel (Figure 4B). Considering skipping of constitu-
tive exon 4 has not been previously reported and skipping of SMN1
exon 7 is an infrequent occurrence, presence of SMN1D4,7 was
very surprising. The second novel variant lacked SMN1 exons 3
and 4 (SMN1D3,4) and co-migrated with D3,5,7 transcripts on a
polyacrylamide gel (Figures 4A and 4B). The third novel SMN1
splice variant that we captured lacked exons 5, 6 and 7
(SMN1D5,6,7). Occurrence of SMN1D5,6,7 reveals for the first
time the feasibility of a rare phenomenon where three adjacent
exons of SMN are skipped.
All internal exons of SMN are divisible by three. Thus, skipping
of one or more internal exons of SMN does not create a premature
termination codon. Consequently, none of the alternatively spliced
variants of SMN are natural substrates of nonsense-mediated decay
(NMD). To analyze the translated products of various alternatively
spliced transcripts of SMN1 and SMN2, we performed western blot
analysis of PQ-treated GM20384 and GM03813 cells that carry
SMN1 and SMN2, respectively. In both cell types, we noticed a
decrease in SMN levels at 24 h post PQ treatment (Figure 4D).
However, we were unable to detect translated products corre-
sponding to any of the short transcripts generated from either
SMN1 or SMN2. This could be attributed to several factors,
including low levels of exon-skipped transcripts, slow rate of
translation under the conditions of OS and unstable nature of D7-
translated products. Of note, skipping of SMN exon 7 is known to
create a degradation signal [21].
Translation Efficiency of SMN Transcripts Lacking Internal
Exons
In order to determine whether proteins encoded by transcripts
that lack one or more internal SMN exons could be produced, we
employed an alternative approach. We induced SMN2 exon
skipping in HeLa cells using two ASOs: E3/I3Jxn and E5/I5Jxn
(Figure 5A). E3/I3Jxn and E5/I5Jxn blocked the 59 ss of exon 3
and exon 5, causing massive skipping of exon 3 and exon 5,
respectively (Figure 5B). Targeting ASOs did not discriminate
between SMN1 and SMN2 transcripts that code for identical
proteins. Also, ASOs were designed not to interfere with the
translational machinery because they annealed to sequences that
are removed during pre-mRNA splicing. Our approach provided
high levels of SMN exon-skipped transcripts that served as the
needed templates for protein synthesis. As a result, we were able to
detect proteins generated from transcripts lacking either exon 3 or
5 (Figure 5C, lanes 2 and 3). SMND5 appeared to be stable and
migrated very close to the full-length SMN. On the other hand,
SMND3 seems to be less stable. Poor stability of SMND3 could be
attributed to its misfolding due to the loss of the tudor-domain
coded by exon 3. Our results validate that SMND3 and SMND5
transcripts could be translated. Whether SMND3 and SMND5
proteins play any physiological role is a matter of future
investigation.
Effect of Promoter on OS-induced Skipping of SMN
Exon 7
Promoter structure (sequence) has been shown to affect
alternative splicing of specific exons in several genes including
fibronectin (FN), calcitonin-gene-related product (CGRP) and
CD44 [62,63,64]. SMN promoter has been localized in a 2 kb
region upstream of the coding sequence that starts within exon 1
[65]. Using reporter assays, two earlier studies support similarity of
promoter activity between SMN1 and SMN2 [65,66]. Based on
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effect of small compounds that act as inhibitors of histone
deacetylase 1, recent reports suggest the role of promoter
sequences in splicing regulation of SMN exon 7 [50,67]. However,
there is no study to implicate a direct role of SMN promoter
sequence on usage of exon 7. To address the promoter-specific
splicing regulation of SMN2 exon 7 under normal and OS
conditions, we employed SMN minigenes with three different
promoters: cytomegalovirus (CMV), thymidine kinase (TK) and
wild type SMN1/SMN2 promoters (Figure 6A). Several CMV
promoter-containing minigenes encompassing SMN genomic
sequences from exon 6 through exon 8 cloned in pCI vector
(Promega) have been reported [19,68,69]. We took advantage of
CMV promoter containing short minigenes that maintained an
earlier reported deletion within intron 6 [68]. Due to decreased
size, these minigenes provide desired benefit of high transfection
efficiency without any apparent change in splicing pattern of SMN
exon 7. To generate minigenes under the control of wild type
SMN1 and SMN2 promoters, we replaced CMV promoter with
Figure 3. Detection of multiple exon skipping events in endogenous SMN. A, Diagrammatic representation of the SMN gene. Exonic and
intronic sequences are depicted as in (Figure 2A). Dotted lines indicate skipping of previously reported exons and/or novel splice variants. Annealing
positions of primers used for MESDA are shown. B, Multiple splice isoforms of endogenous SMN pre-mRNA in different cell lines. Name of cell lines
used are given on the top of the gel. Splice products were analyzed by RT-PCR. We used 1.4 mg of total RNA per 10 ml of reverse transcription reaction
and generated cDNA employing oligo(dT)12–18 primer. SMN transcripts were amplified using primers 59hSMN-E2b (anneals within Exon 2b) and P2–2
(anneals within Exon 8). Diagrammatic representation of splice variants is given on the left of the gel; their sizes are indicated on the right of the gel
with names of skipped exons given in brackets. For intra-lane comparison of bands, pictograms (shown on right) were generated for each lane by
MultiGauge software version 3.0 (FUJIFILM). The identity of splice variants was established by sequencing. Novel splice variant is marked by a star.
Note that 567-nucleotide-long D5,6 variant moves slower than 573-nucleotide-long D3 variant. FL, full length; NS, non-specific. The number of SMN1
and SMN2 transcripts for each of splice variants, except for the full-length and D7, was determined by sequencing of at least 8 randomly selected
clones per variant (Figure S1).
doi:10.1371/journal.pone.0049595.g003
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,3.5 kb genomic sequences harboring promoter region of SMN1
and SMN2, respectively. Wild type SMN1 and SMN2 promoters
used in this study were the same as reported in an earlier study that
confirmed similarity of transcriptional regulation between two
SMN genes [66]. To generate TK promoter-containing minigenes,
we subcloned SMN genomic sequences from pCI-based SMN
minigenes into commercially available pTK-GLuc vector (New
England Biolabs). Other than variations in promoter structures,
vector-specific sequences downstream of promoters brought
additional differences in the contexts of the three minigenes we
used (Figure 6A and Figure S4). Therefore, the design of our
minigene constructs allowed us to simultaneously examine the
effect of promoters as well as sequences upstream of the SMN
splicing cassette. We employed neuronal SH-SY5Y cells to
examine the splicing pattern of SMN minigenes expressed under
the control of different promoters. We simultaneously monitored
the splicing pattern of exon 7 derived from endogenous SMN1 and
SMN2.
Among three promoters used in this study, we observed
substantially higher levels of SMN expression with CMV promoter.
For the purposes of comparison of splice variants, we adjusted
loading of PCR products for different promoter samples. All
minigenes expressing SMN under the control of various promoters
recapitulated the splicing pattern of endogenous gene, with
predominant exon 7 skipping in SMN2, and predominant exon
7 inclusion in SMN1 (Figure 6B). However, unlike minigenes
under the control of TK and CMV promoters, wild type promoter
produced noticeably less exon 7 skipping (Figure 6B, lane 4).
These results provide the first direct evidence of the role of
promoter structure in modulation of SMN exon 7 splicing.
However, compared to a reported 10-fold decrease in usage of
the extra domain I (EDI) exon of FN when expressed under
control of a CMV promoter [64], impact of SMN promoter on
percentage of exon 7 skipping could be considered as less
prominent (Figure 6B, compare lanes 1 and 2 with lanes 9 and
10). Effect of promoter structure on SMN exon 7 splicing was
further supported by an appreciable change in the levels of exon 7
inclusion when CMV promoter was exchanged with TK promoter
in SMN minigenes (Figure 6B, compare lanes 5 and 6 with lanes 9
and 10). Interestingly, SMN2 transcripts derived from endogenous
gene showed ,13% less exon 7 skipping as compared to SMN2
minigene expressed under wild type promoter (compare Figure 6B
with Figure 6C). This difference could be attributed to the context
of the endogenous gene, which is subjected to chromatin
remodeling during transcription elongation. Considering rate of
transcription elongation and transcriptional pausing affects the
outcome of alternative splicing [5,70,71], a moderate difference in
splicing of SMN2 exon 7 between full endogenous gene and
minigene is expected.
Treatment of SH-SY5Y cells with PQ caused noticeable
increase in skipping of SMN exon 7 from all minigenes expressed
under different promoters. However, distinctions between SMN1
and SMN2 exon 7 splicing under the conditions of OS were more
pronounced in the context of endogenous promoter followed by
the expression under wild type promoter. For instance, under the
conditions of OS, levels of exon 7-containing SMN2 transcripts
decreased ,2-fold and more than 2.5-fold and in the context of
wild type and endogenous promoters, respectively (Figure 6B,
lanes 1 and 2; Figure 6C). At the same time, levels of exon 7-
containing SMN1 transcripts in these contexts decreased only
marginally. SMN1 expressed under the control of TK promoter
produced appreciable exon 7 skipping. Also, SMN1 expressed
under the control of TK promoter caused the highest levels exon 7
skipping under the conditions of OS (Figure 6B, lanes 7 and 8).
Overall, our results support the role of promoter sequence in
regulation of SMN exon 7 splicing under the conditions of OS.
However, promoter sequences were not the sole regulatory
elements to affect OS-induced SMN exon 7 splicing. Considering
SMN1 expressed under all promoters maintained the high levels
(.60%) of exon 7-included transcripts even under the conditions
of OS, cis-elements within SMN exon 7 and/or within flanking
intronic sequences also contribute towards OS-induced exon 7
skipping (Figure 6B, lanes 4, 8 and 12).
A Short ASO Targeting an Intronic GC-rich Silencer Fully
Prevents OS-induced Skipping of SMN2 Exon 7
One of the fundamental questions in stress-related studies is to
establish whether exon-specific aberrant splicing under OS is
preventable. Considering the well-characterized nature of various
negative cis-elements, SMN2 exon 7 splicing offers an ideal system
to test this hypothesis. We have earlier reported that a 15-
nucleotide-long intronic splicing silencer N1 (ISS-N1) and an
overlapping 8-nucleotide-long GC-rich sequence play critical role
in SMN2 exon 7 skipping (Figure 7A) [48,53,72,73]. An 8-mer
ASO (3UP8) targeting GC-rich sequence prevents SMN2 exon 7
skipping with high target specificity without any off-target effect on
splicing of other SMN exons [53]. Therefore, we used 3UP8 to
examine whether it will alleviate the negative effect of PQ-induced
OS on splicing of SMN2 exon 7. We first treated GM03813 cells
with 50 nM of 3UP8 for 24 h and then induced OS by exposing
the cells to 1 mM PQ. Cells were harvested 24 h post PQ
treatment and transcripts were isolated for analysis by MESDA. As
shown in Figure 7B, 3UP8 was able to fully prevent SMN2 exon 7
skipping even under PQ-induced OS. As expected, the effect of
3UP8 was exon 7 specific since this ASO did not change the
splicing pattern of other SMN2 exons. We also used a control ASO
with a single mismatch mutation. The control ASO had no effect
Figure 4. Effect of PQ treatment on splicing of SMN. A, Diagrammatic representation of the SMN gene. Exonic and intronic sequences are
depicted as in (Figure 2A). Dotted lines indicate exon skipping that generated novel splice variants. Annealing positions of primers used for MESDA
are shown. B, Detection of multiple exon skipping events in endogenous SMN in the presence (+) and absence (2) of PQ. Names of cell lines used are
given on the top of the gel. Total RNA was prepared from cells treated with 1 mM of PQ for 24 hours. Splice products were analyzed by RT-PCR as
described in Figure 3B. Diagrammatic representation of splice variants is given on the left of the gel; their sizes are indicated on the right of the gel
with names of skipped exons given in brackets. The identity of splice variants was confirmed by sequencing. Note that 513-nucleotide-long D5,6,7
variant moves slower than 519-nucleotide-long D3,7 variant. Novel splice variants are marked by stars. FL, full length; NS, non-specific. For intra-lane
comparison of bands, pictograms were generated for each lane (Figure S2). C, Splicing patterns of endogenous SMN exon 7 in the presence (+) or
absence (2) of PQ. Names of cell lines used are given on the top of the gel. Total RNA was prepared from cells treated with 1 mM of PQ for 24 hours.
Spliced products were analyzed by RT-PCR as described in panel B except primers P25 and P31 were used for PCR amplification step. To distinguish
transcripts originated from SMN2, PCR products were digested with DdeI [55]. SMN1 and SMN2 transcripts are indicted on the right of the gel. Exon 7-
included (+) and exon 7-skipped (2) products are indicated on the left of the gel. The percentage of SMN2 exon 7 skipping was calculated as in
Figure 2B. D, Western blot showing translated products generated from SMN in GM20384 and GM03813 cells treated with PQ for 24 h. We loaded 50
and 80 mg of protein from GM20384 and GM03813 cell lysates, respectively. Primary antibodies used for probing are indicated on the left of the gel.
Although the predicted molecular mass of SMN is 32 kDa, it migrates as 40 kDa band due to posttranslational modifications.
doi:10.1371/journal.pone.0049595.g004
Diversity of Splice Isoforms of SMA Genes
PLOS ONE | www.plosone.org 8 November 2012 | Volume 7 | Issue 11 | e49595
on splicing of SMN2 (Figure 7B). To validate that the effect of
3UP8 is not due to a general stimulation of splicing machinery, we
examined the splicing pattern of Procollagen-lysine 2-oxoglutarate 5-
dioxygenase 2 (PLOD2) exon 14 that we determined to be also
affected by PQ-induced OS. 3UP8 had no stimulatory effect on
splicing of PLOD2 exon 14 (Figure S5).
Since OS affects SMN2 exon 7 splicing the most, leading to a
decrease in the production of the full-length transcripts, we next
examined whether treatment with PQ has an effect on levels of
SMN protein in SMA patient cells. For this, we performed western
blot analysis using lysates from cells treated similarly as described
in Figure 7B. Consistent with the decrease in full-length transcript,
OS produced a reduction in levels of SMN (Figure 7C). However,
we did not detect SMND7, a truncated protein likely to be
produced by translation of SMN2 exon 7-skipped transcript, the
most predominant splice variant generated under OS. This could
be due to high instability of SMND7 shown to contain a protein
degradation signal [21]. Similar signal would affect stability of
SMND5,7 that could be generated by translation of the second
most predominant transcript lacking exons 5 and 7. Gemin2 is a
Figure 5. Translational efficiency of transcripts generated by ASO-induced skipping of SMN exons in HeLa cells. A, Diagrammatic
representation of SMN pre-mRNA showing annealing positions of ASOs. Exonic and intronic sequences are depicted as in (Figure 2A). B, Splicing
pattern of endogenous SMN in HeLa cells treated with various ASOs. Names of ASO used are given on the top of the gel. HeLa cells were transfected
with 100 nM of an individual ASO. Cells were collected for total RNA preparation,38 hours post transfection. Spliced products were analyzed by RT-
PCR as described in Figure 3B. Diagrammatic representation of spliced variants is given on the left of the gel; their sizes are indicated on the right of
the gel with names of skipped exons given in brackets. All spliced products represent mixture of transcripts generated from both, SMN1 and SMN2. C,
Western blot showing SMN protein isoforms generated from transcripts in panel B. Cells were collected for whole-cell lysate preparation ,38 hours
post transfection. In order to capture the low abundance of SMND3 isoform, we loaded 50 mg of protein from sample treated with E3/I3 Jxn ASO.
Protein loading was confirmed by re-probing the blot with anti-b-actin antibodies. Primary antibodies used for probing are indicated on the left of
the gel; whereas, SMN isoforms are shown on the right of the gel. SMN is present in all lanes. SMND3 is detectable in lane 2, whereas SMND5 is
detectable in lane 3.
doi:10.1371/journal.pone.0049595.g005
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critical SMN-interacting partner responsible for the formation of
SMN complex that participates in snRNP biogenesis [24–26]. PQ-
induced decrease in SMN levels was accompanied by a similar
reduction in Gemin2, suggesting a potential adverse effect of PQ
on snRNP biogenesis. Remarkably, ASO treatment that restored
SMN2 exon 7 inclusion also produced increased levels of SMN and
Figure 6. Effect of PQ on splicing of different SMN minigenes. A, Diagrammatic representation of promoter and exon/intron organization in
different minigenes as compared to endogenous SMN. Promoters and exons are shown as boxes, introns are indicated as lines. Alternatively spliced
exons 3, 5 and 7 are shown as colored boxes. Dotted lines indicate deleted sequences. Wild type refers to the minigenes under the control of human
SMN1/2 promoters; TK, minigenes under the control of thymidine kinase promoter; CMV, minigenes under the control of CMV promoter. In CMV and
TK minigenes, solid bar before exon 6 refers to a vector-specific sequences (Figure S4). Locations of primer pairs for the amplification of spliced
products have been marked by arrows. B, In vivo splicing pattern of different SMN1 and SMN2 minigenes. Data were generated using total RNA from
SH-SY5Y cells transfected with 1 mg of an indicated minigene and treated with PQ for 21 h. Minigene splice products were analyzed by RT-PCR. We
used 0.5 mg of total RNA for 5 ml of reverse transcription reaction and generated cDNA employing oligo(dT)12–18 primer. Loading was adjusted so that
the intensity of bands between samples was comparable. Exon 7-included and skipped products are indicated on the left of the gel. Due to the
change in location of the primer annealing sites, SMN spliced products generated from different vectors have variable lengths. The results were
analyzed as previously described [55]. Abbreviations are same as described in panel A. C, Effect of PQ on splicing of endogenous SMN exon 7. Splice
products were analyzed by RT-PCR as described in panel B, except we used N-24 and P26 primers for PCR to specifically amplify endogenous SMN. Of
note, P26 anneals to exon 8 region, which is absent in minigenes [55]. To distinguish spliced variants originated from SMN2, PCR products were
digested with DdeI [55]. The percentage of SMN2 exon 7 skipping was calculated as described in Figure 2B. Labeling was the same as described in
panel A and Figure 2B.
doi:10.1371/journal.pone.0049595.g006
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Gemin2 (Figure 7C). Considering several ASO-based strategies to
correct SMN2 splicing in SMA have been proposed [42–47], our
findings are significant as they suggest that these strategies will
retain their efficacy even under OS conditions.
Discussion
Occurrence of aberrant splicing under the conditions of OS is
an area of growing interest due to its correlation with major
human diseases including cancer, cardiovascular and neurode-
generative disorders. The fundamental issue of specificity with
which OS affects splicing of certain exons of particular genes in
specific tissues remains poorly understood. Here, we use human
spinal muscular atrophy genes (SMN1 and SMN2) as a represen-
tative system to understand the impact of OS on alternative
splicing of various exons of two nearly identical genes. The full-
length transcripts from both genes code for SMN, an essential
protein that plays a central role in gene regulation through snRNP
biogenesis [24]. Skipping of any of the seven internal exons of
SMN results in the loss of a fully functional protein that contains
several overlapping domains with defined roles. Our study
addresses an important question of prioritization of splicing events
by which each copy of a duplicate gene responds differently to the
conditions of OS.
Publically available SMA patient fibroblast cell line (GM03813)
that lacks SMN1 has been widely used for drug screening as well as
for understanding transcriptional and posttranscriptional regula-
tion of SMN2. However, analogous cell line to examine SMN1-
specific transcriptional and posttranscriptional regulation has not
been found. Consequently, a side-by-side comparison of the major
splice variants of SMN1 and SMN2 has not been reported. We
serendipitously discovered a BD patient cell line (GM20384) that
lacked major transcripts specific to SMN2. Such occurrence could
be due to complete or partial deletion of SMN2 genes. The splicing
pattern of SMN1 exon 7 in GM20384 cells appeared to be
identical to those observed in other cell types including BD,
Parkinson’s disease, Alzheimer’s disease and neuronal SH-SY5Y
cell lines, all of which carried SMN2. Here, we took advantage of
GM20384 cell line as a model system to examine SMN1-specific
splicing regulation.
In order to reliably capture the relative abundance of major
transcripts of SMN, we resorted to develop MESDA. The defining
feature of MESDA was the simultaneous evaluation of splicing of
five internal exons (exons 3, 4, 5, 6 and 7), among which exons 3, 5
and 7 are known to be alternatively spliced. On the expected lines,
GM03813 cells produced two abundantly expressed splice variants
corresponding to the full-length and SMN2 exon 7-skipped
(SMN2D7) transcripts (Figure 3B, lane 1). In addition, GM03813
cells generated SMN2D5,7 and SMN2D5 as the third and fourth
most abundant transcripts, respectively. Low levels of SMN2D5 as
compared to SMN2D5,7 was somewhat surprising as it suggested a
cooperative mode of action in which spliced intermediates lacking
SMN2 exon 7 served as a preferred substrate for exon 5 skipping.
GM03813 cells produced very low levels of SMN2D3, SMN2D3,7,
SMN2D3,5 and SMN2D3,5,7 transcripts, demonstrating the
feasibility of all combinations of co-skipping events of three
alternate exons of SMN2. Among low abundant novel isoforms, we
identified D5,6 transcript in GM20383 lymphocytes (Figure 3B,
lane 3). The infrequent occurrence of this splice variant could be
ascribed to a rare paring of the 59 ss of exon 4 with the 39 ss of
exon 7, which itself is an alternatively spliced exon. Considering
C6U mutation in SMN2 creates a weak 39 ss of exon 7, we
observed substantially less SMN2D5,6 transcripts compared to
SMN1D5,6 transcripts in GM20383 lymphocytes.
Beyond a handful studies reported more than a decade ago on
exon 7- and exon 5-skipped transcripts [18,19,58], our under-
standing of transcript diversity generated by endogenous SMN1
remains very limited. Therefore, several of our findings reported
here on SMN1 splicing constitute a significant advancement
towards a better understanding of an overall posttranscriptional
regulation of SMN1, which serves as the primary source for
maintaining healthy SMN levels in general population. Our results
established that the skipping of SMN1 exons 3 and 5 is a general
phenomenon that occurs in neuronal and non-neuronal cells alike.
Based on the conserved nature of a sequence spanning from exon
2a through exon 6 of SMN genes, one could speculate that the
mechanism of splicing of exons 3 and 5 is the same for SMN1 and
SMN2. However, lack of SMN1D5,7 transcripts owing to the
absence of SMN1 exon 7 skipping was not accompanied by a
proportionate gain in SMN1D5 transcripts, suggesting that
inclusion of SMN1 exon 7 has a favorable effect on inclusion of
exon 5. This could be due to the supporting role of a new sequence
and/or structural context created by the inclusion of exon 7.
Interestingly, we observed about 13-fold more SMN1 exon 3
skipping as compared to SMN2 exon 3 skipping in neuronal SH-
SY5Y cells. Also, as compared to SMN2D3 transcripts, less
proportion of SMN1D3 transcripts underwent through co-skipping
with exon 5 (Figure S1). These results suggest an inverse
correlation between skipping events of exon 3 and exon 5 of
SMN1. Our subsequent finding that PQ-induced enhanced
skipping of SMN1 exon 5 suppresses generation of D3 transcripts
supports such mechanism (Figure 4B). It remains to be seen if such
correlation is due to the predominant inclusion of exon 7 in SMN1.
Effect of PQ-induced OS on splicing in different cell types
(GM03813, GM20384, GM20383 and SH-SY5Y) revealed
remarkable similarities as well as differences between two SMN
genes. Supporting an earlier report [60], PQ-induced OS
produced a significant skipping of SMN2 exon 7, whereas SMN1
exon 7 splicing remained mostly unaffected (Figure 4C). However,
the sensitivity of our assay combined with the cell types used
demonstrated that high susceptibility of SMN2 exon 7 to skipping
Figure 7. Treatment of SMA patient fibroblasts with 3UP8 ASO abrogates the negative effect of PQ. A, Diagrammatic representation of
the ASO target area in SMN intron 7. Negative regulators of exon 7 splicing, GC-rich sequence, ISS-N1 and hnRNPA1 binding sites are highlighted with
boxes. Annealing positions and sequences of ASOs (3UP8 and CONT) are given in 39 to 59 direction. 3UP8 and CONT (3UP8/64A) ASOs are the same as
reported [53]. Numbering of nucleotides starts from the first position of intron 7. B, Splicing pattern of endogenous SMN2 in SMA patient fibroblasts
transfected with different ASOs in the presence (+) or absence (-) of PQ. GM03813 fibroblasts grown in 100 mm dishes were transfected with 50 nM
of an ASO. About 24 hours after transfection, PQ was added to cells with a fresh growth medium at a final concentration of 1 mM. Cells were
collected for total RNA/protein preparation 24 h post treatment. Spliced products were analyzed by RT-PCR. We used 1.2 mg of total RNA per 10 ml of
reverse transcription reaction and generated cDNA employing 39E8-Dde primer. Splice isoforms are indicated on the left of the gel as shown in panel
(i). Mock refers to untransfected cells. Relative abundance of SMN spliced isoforms was calculated in each sample and is shown as a bar diagram given
in panel (ii). Error bars based on standard error of the mean have been described in panel (iii). *, P,0.05; **, P,0.01; NS, not statistically significant. C,
Western blot showing the levels of SMN and its interacting partner, Gemine2, in SMA patient fibroblasts transfected with 3UP8 or control (CONT) ASO
in the presence (+) and absence (2) of PQ. We used 20 mg of total protein for each sample. Equal protein loading was confirmed by re-probing the
blot with anti-b-actin antibodies. Primary antibodies used for probing are indicated on the left of the gel.
doi:10.1371/journal.pone.0049595.g007
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under the conditions of OS is more general than previously
thought. Consistently, all SMN2-containing cells in our study
showed substantial SMN2 exon 7 skipping under conditions of OS.
We show that OS-induced skipping of SMN2 exon 5 happens
primarily (if not exclusively) as co-skipping of SMN2 exons 5 and 7
(Figure 4B, lane 2). By contrast, skipping of SMN1 exons 5 under
conditions of OS takes place almost always without skipping of
SMN1 exon 7 (Figure 4B, lane 4). Our results also demonstrate
that OS-induced skipping of SMN exon 5 occurs in both, neuronal
and non-neuronal cells. Exon 5 of SMN codes for a recently
described proline-rich calpain cleavage domain [27]. Owing to the
low levels of SMN1D5 transcripts, we could not detect SMND5
protein under the conditions of OS (Figure 4D). However, our
finding that SMND5 is stably translated is significant (Figure 5C).
Future studies will address if the calpain cleavage domain lacking
protein (SMND5) generated by SMN1D5 has any physiological
significance.
Skipping of any of the internal exons of SMN maintains the
reading frame. Therefore, NMD pathway that degrades mRNAs
carrying a premature termination codon is not applicable for the
reduced levels of any of the short SMN transcripts. We detected
three novel SMN1 isoforms (SMN1D4,7; SMN1D3,4 and
SMN1D5,6,7) generated under the conditions of OS. It is not
known if low abundance of these splice variants are in part due to
their poor stability caused by a non-NMD mechanism. Presence of
SMN1D4,7 underscores the occurrence of a rare splicing event of
exon 4 skipping in which the 59 ss of exon 3 and the 39 ss of exon 5
are required to pair. Considering exons 3 and 5 are also
alternatively spliced, skipping of exon 4 represents a unique event
that guarantees promotion of inclusion of both, exons 3 and 5.
Therefore, our finding of SMN1D4,7 reveals the first mutually
exclusive event with a significance to the prevention of skipping of
two alternatively spliced exons of SMN1. Also, generation of
SMN1D4,7 comes at the expense of competing events that lead to
production of two novel isoforms: SMN1D3,4 and SMN1D5,6,7.
Presence of SMN1D5,6,7 underscores a unique splicing event
requiring a rare long-distance pairing between the 59 ss of exon 4
and the 39 ss of exon 8. Another significant observation of our
study was the stimulatory effect of OS on splicing of exon 3
(Figures S2 and S3). It remains to be seen if decrease in exon 3
skipping under the conditions of OS contributes at least in part
towards generation of some of the novel splice variants describe
above.
Increasing evidence support transcription-coupled splicing
regulation. Effect of transcription on alternative splicing could be
exerted through transcription initiation at specific promoters as
well as through transcriptional pausing [5]. Well-known factors
that affect alternative splicing in a promoter-specific manner
include steroid hormone nuclear receptor coactivators, human
papilloma virus (HPV) transcriptional activator E2 and peroxi-
some proliferator-activated receptor coactivator-1a (PGC-1a)
[64]. Our finding that large wild type promoter sequence in our
reporter system suppresses skipping of SMN exon 7 provided the
first direct evidence of the role of promoter in regulation of SMN
exon 7 splicing. Effect of promoter sequence on regulation of SMN
exon 7 splicing was also observed under the conditions of OS. In
particular, OS-induced differential splicing regulation between
SMN1 and SMN2 was much more apparent in the context of the
wild type promoter as compared to CMV and TK promoters.
Decreased ATP level in OS is likely to slow down or even pause
transcription elongation with a significant consequence to ss
selection and exon usage [70,71]. Generation of a long endoge-
nous transcript requires an extensive transcription elongation step.
Therefore, it is likely that the effect of OS is exerted mostly at the
level of transcription elongation. Our finding that endogenous
SMN2 produced the highest degree of exon 7 skipping under the
conditions of OS also supports the role of transcription elongation
in OS-induced splicing regulation of SMN2 exon 7. Recently,
transcriptional elongation regulator 1 (TCERG1) has been found
to regulate alternative splicing of the short isoform of B-cell
lymphoma-extra (BCL-xs) [74]. It remains to be seen if analogous
mechanism accounts for the regulation of SMN2 exon 7 splicing
under the conditions of OS. However, our results do not preclude
the role of additional factors that act through transcription
initiation albeit variably at different promoters expressing SMN
minigene under the conditions of OS.
Translation of specific transcripts is selectively affected under
the conditions of stress [75]. Our finding that ASO-mediated
prevention of SMN2 exon 7 skipping under the conditions of OS is
able to restore the levels of SMN and Gemin2 suggests that OS
does not affect selective repression of SMN translation. Given the
prominent role of SMN in cellular metabolism, it is imperative
that cells maintain a minimum SMN level even under the
conditions of OS. Selective skipping of exon 7 from one gene
(SMN2) but not from the other (SMN1) supports this argument.
Although D7 and D5,7 were the most abundant SMN2 transcripts
generated under OS, we could not detect their corresponding
translated products. This could be due to a protein degradation
signal coded by the exon 7-skipped transcripts [21]. Our ASO-
based approach ruled out an analogous degradation mechanisms
for the translated product generated from D3 and D5 splice
variants. Cells prioritize mRNA translation and storage under
stress-associated conditions [75]. Hence, it is possible that shorter
splice variants of SMN served as decoy molecules to capture
microRNAs (miRNAs) and relieve full-length transcripts of
miRNA repression. This mechanism will allow a better synthesis
of SMN even from the low levels of full-length transcripts. A recent
report provides a strong proof of principle for such mechanism in
an analogous system [76]. miRNA-associated translational repres-
sion is generally associated with the 39 untranslated regions
(UTRs) [77]. However, it (repression) could also occur through
targets within isoform-specific coding sequences [77,78]. Given the
fact that PQ treatment generates an altered 39 UTRs due to
overwhelming skipping of the last coding exon (exon 7) and also
produces additional splice variants, there is a plausible possibility
of miRNA-associated control of SMN levels in stress-associated
conditions. Now that we have confirmed the vulnerability of
various SMN exons to skipping under the conditions of OS, future
experiments would address the mechanism of OS-induced
aberrant splicing regulation of SMN and the physiological role of
various SMN transcripts generated under stress-associated condi-
tions.
In summary, our findings uncover the surprising diversity of
SMN transcripts expressed under normal and OS conditions. We
validate our findings employing several complementary approach-
es including MESDA and a unique cell type devoid of major
SMN2 transcripts. Our findings underscore an added vulnerability
of SMA patients to the conditions of OS and demonstrate the
efficacy of an ASO-based strategy in splicing correction under OS.
Our results provide the first direct evidence of role of SMN
promoter sequence in regulation of SMN exon 7 splicing under
normal and OS conditions. In addition to a better understanding
of SMA pathogenesis, our findings bring new perspective to
splicing regulation of a model housekeeping gene associated with
one of the leading genetic causes of infant mortality.
Diversity of Splice Isoforms of SMA Genes
PLOS ONE | www.plosone.org 13 November 2012 | Volume 7 | Issue 11 | e49595
Materials and Methods
Plasmid Constructs
Minigene splicing cassettes pSMN1DI6 and pSMN2DI6 have
been described previously [68]. Designs of newly constructed
minigenes and primer sequences for cloning are given in
supporting data (Table S1, Figure S4). Briefly, pTK-SMN1DI6
and pTK-SMN2DI6 constructs, in which SMN minigene sequenc-
es were placed under the control of Herpes Simplex Virus (HSV)
thymidine kinase (TK) promoter, were generated as follows. SMN1
and SMN2 sequences were amplified by polymerase chain reaction
(PCR) using pSMN1DI6 and pSMN2DI6 as templates, respec-
tively. The amplification was performed with Phusion DNA
Polymerase (New England Biolabs) and a pair of primers, P42 and
P43. PCR products were then digested with HindIII and BamHI
and inserted into pTK-GLuc vector (New England Biolabs)
treated with the same restriction enzymes. To generate splicing
cassettes pWTP-SMN1 and pWTP-SMN2 in which SMN1 and
SMN2 minigene sequences were placed under the control of
human SMN1 and SMN2 promoters, respectively, we started with
PCR amplification of the SMN1 and SMN2 promoter sequences
(,3.5 kb) using T1 and C1 clones, respectively [66]. The
promoter sequences were amplified using Phusion DNA Polymer-
ase and primers 59SMN-pro-BglII and 39SMN-pro-XhoI. The
amplified SMN1 and SMN2 promoter sequences were subsequent-
ly digested with BglII and XhoI and ligated into pSMN1DI6 and
pSMN2DI6 minigenes subjected to partial digestion with the same
restriction enzymes. Partial digestion was used since pSMN1DI6
and pSMN2DI6 minigenes contain two BglII restriction site. For
partial digestion several mg of pSMN1DI6/pSMN2DI6 were
treated with XhoI (6.4 U) at 37uC overnight; next morning BglII
(4 U) was added to the reaction mixture and digestion continued
for another 15 min followed by phenol:chloroform extraction and
ethanol precipitation. The precipitated products were separated
on a 1% agarose gel, the band of interest corresponding to 4.2 kb
was excised from the gel and the DNA product was recovered
from the gel using QIAquick Gel Extraction Kit (Qiagen) as per
manufacturer’s instructions. The recovered DNA corresponded to
either BglII- and XhoI-digested pSMN1DI6 or pSMN2DI6,
which, as mentioned above, were used in ligation reaction with
SMN1 and SMN2 promoters and Quick Ligation Kit (New
England Biolabs). The identity of novel minigene clones was
verified by sequencing. All primers were obtained from Integrated
DNA Technologies (Table S1). All restriction enzymes used were
from New England Biolabs.
Cell Culture and ASOs
All tissue culture media and supplies were purchased from
Life Technologies. Human neuroblastoma SH-SY5Y cells were
cultured in 1:1 mixture of Minimum Essential Medium (MEM,
catalog # 11095) and F12 medium supplemented with 10%
fetal bovine serum (FBS). Primary patient fibroblasts, immor-
talized B-lymphocytes as well as cells from healthy individuals
were obtained from Coriell Cell Repositories (CCR). Descrip-
tion of cells from CCR used in this study is given in Table 1.
These cells were grown according to the provided instructions.
In brief, all primary fibroblasts were grown in minimal essential
medium (MEM, catalog # 10370) supplemented with 2 mM
GlutaMAX-I and 15% FBS. Only in case of primary fibroblasts
from Alzheimer patient (Repository number AG04159), the
amount of FBS in growth medium was 10%. B-lymphocytes
were grown in RPMI1640 (catalog # 11875) medium
supplemented with 15% FBS. The following ASOs were used






ASOs were obtained from Dharmacon Inc. They incorporated
29-O-methyl modification (indicated by ‘‘m’’) and phosphor-
othioate backbone (indicated by *) as described earlier [48].
PQ Treatment
PQ (Paraquat, methyl viologen dichloride hydrate, catalog #
856177) was obtained from Sigma. PQ treatment of pre-plated
adherent cells was done as follows. Sixteen to eighteen hours
before the treatment GM03813 cells were plated at a density of
,1.16105 cells per well of 6-well plates or ,6.26105 per 100 mm
tissue culture dish. For SH-SY5Y, ,1.96106 and 0.56106 SH-
SY5Y cells were seeded in 100 mm dishes. In case of SH-SY5Y,
cells plated at a higher density were subjected to PQ treatment,
while cells seeded at a lower density served as an untreated control.
Lower cell density insured that untreated control SH-SY5Y cells
do not become confluent at the end of PQ treatment. PQ was
added with fresh growth medium at a final concentration of
1 mM; fresh medium without PQ was also added to control
untreated cells. 200 mM stock solution of PQ in phosphate
buffered saline (PBS) was prepared immediately before usage. In
case of B-lymphocytes that grow in suspension as aggregates, right
before PQ addition cell clumps were disaggregated by pipetting
and cells were seeded at a density of ,1.46105 cells per ml in a
desired volume. PQ was added to a final concentration of 1 mM.
In case of untreated control lymphocytes, PQ was omitted from
growth medium. Unless noted otherwise, PQ treatment continued
for 24 h, after which cells were collected for whole cell lysates/
total RNA preparation.
PQ treatment combined with transfection of minigenes was
done as follows. SH-SY5Y cells were plated at a density of
,2.86105 cells per one well of a 6-well plate. Next day the cells
were transfected with 1 mg of different minigenes using Lipofecta-
mine 2000 (Life Technologies) following the manufacturer’s
recommendations. Six hours after transfection cells were washed
once and conditioned medium harvested from growing SH-SY5Y
cells was added to the wells. Twelve hours post transfection, cells in
each well were trypsinized and collected in a total volume of 4 ml;
2.5 ml of this cell suspension were transferred to a new well of 6-
well plate and freshly prepared PQ was immediately added to a
final concentration of 1 mM (PQ treated cell), while 1.5 ml of this
suspension were plated in another well of 6-well plate and used as
an untreated control. Following 21 hours of PQ treatment, cells
were collected for total RNA preparation.
PQ treatment combined with transfection of ASOs was done as
follows. GM03813 primary fibroblasts were plated at a density of
,86105 cells per 100 mm tissue culture dish. Total number of six
dishes was seeded. Twenty-four hours later cells were transfected
with 50 nM of a given ASO (two plates were transfected with each
ASO) using Lipofectamine 2000 following the manufacturer’s
recommendations. Following another 24 hours the medium was
changed, and freshly prepared PQ was added to one of each pair
of transfected plates; the other plate served as a PQ untreated
control. PQ treatment continued for 24 hours, after what cell were
washed several times with ice-cold PBS and collected by scrapping.
For total RNA preparation ,1/4 of cells from each dish was used,
while 3/4 were used for making cell lysates.
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ASO Transfections
Delivery of ASOs into HeLa cells was done by reverse
transfection using Lipofectamine 2000. Complexes of Lipofecta-
mine 2000 and ASOs were prepared following the manufacturer’s
recommendations. The complexes were allowed to form for 20
minutes at room temperature, after what each complex (1 ml, in
Opti-MEM I Reduced Serum Medium) was mixed with 4 ml of
HeLa cell suspension in a 60 mm dish. Total number of HeLa
cells used for transfection varied from ,2.06106 to ,2.56106
cells. The final ASO concentration was 100 nM. Next day culture
medium was changed for the fresh one. About 38 hour post
transfection the cells were washed several times with ice-cold PBS
and collected by scraping. About 4/5th of cells were used for
making cell lysates, while 1/5th of cells were used for preparing
total RNA.
RT-PCR
For reverse transcription and PCR (RT-PCR), total RNA was
isolated using Trizol reagent (Life Technologies) following the
manufacturer’s recommendations. To generate cDNA, reverse
transcription was carried out using a SuperScript III reaction kit
(Life Technologies). For cDNA synthesis random primers
(Promega), an oligo(dT)12–18 primer (Life Technologies) or
gene-specific primer 39E8-Dde were employed. Generally, 0.5
to 1 mg of total RNA was used per 5 ml of Reverse transcriptase
(RTase) reaction. Minigene-specific spliced products were
amplified using Taq DNA polymerase and the following primer
combinations: P1 and P2 for SMNDI6 minigenes [68], P43 and
P45 for pTK vector-based minigenes, and P31 and 39Jun E8/
bb for minigenes with SMN promoters. For PCR amplification
of endogenous SMN the following pairs of primers were used:
either N-24 and P26 or P25 and P31 for exon 7 splicing [55];
59hSMN-E2b and P2–2 for MESDA. Of note, there were no
differences in endogenous SMN splicing pattern whether cDNA
produced with oligo(dT)12–18 or with a gene specific primer was
used for MESDA. PCR reactions were performed either in the
presence of a trace amount of [a-32P] dATP (3,000 Ci/mmole;
Perkin-Elmer Life Sciences) or with the 59-end-P32-labeled
primer, 59hSMN-E2b. End-labeling of 59hSMN-E2b was done
using c-ATP (3,000 Ci/mmole, Perkin-Elmer Life Sciences) and
T4 Polynucleotide Kinase (New England Biolabs). To distin-
guish splice isoforms originated from SMN2, PCR products
amplified with N-24 and P26 or P25 and P31 were subjected to
overnight DdeI digestion, followed by phenol:chloroform
extraction and ethanol precipitation [55]. In all cases PCR
products were resolved on a 6% native polyacrylamide gel.
Analysis and quantifications of splice products were performed
using a FPL-5000 Image Reader and Multi Gauge software
(Fuji Photo Film Inc). Results were confirmed by at least three
independent experiments. All primer sequences used in RT-
PCR are given in supporting data (Table S1).
Western Blot Analysis
Whole-cell extracts from HeLa, GM20384 and GM03813
were prepared using ice-cold RIPA buffer (Boston BioProducts)
supplemented with either Complete EDTA-free protease inhib-
itor cocktail (Roche Applied Science) or Halt Protease Inhibitor
Single-Use cocktail (Thermo Scientific). Protein concentrations
were determined using BCA protein assay kit (Thermo Scientif-
ic). Protein samples were resolved on an SDS-polyacrylamide gel
(11 or 12%) and transferred on polyvinylidene fluoride mem-
brane (Bio Trace PVDF, Pall Life Sciences). The following
primary and secondary antibodies were used: mouse monoclonal
anti-SMN (BD Transduction Laboratories), mouse monoclonal
anti-Gemin2 (Sigma-Aldrich), rabbit polyclonal anti-actin (Sig-
ma-Aldrich), horseradish-peroxidase-conjugated secondary anti-
bodies against mouse (Jackson ImmunoResearch) and rabbit (GE
Healthcare). After probing for SMN, membranes were stripped
(15 min at room temperature) using Restore Western Blot
Stripping Buffer (Thermo Scientific) and re-probed for b-actin.
Immunoreactive proteins were visualized with SuperSignal West
Dura Extended Duration Substrate or SuperSignal West Femto
Maximum Sensitivity Substrate (Thermo Scientific). The mem-
branes were scanned using UVP BioSpectrum AC Imaging
System (UVP). Results were confirmed by at least three
independent experiments.
Statistical Analysis
All calculations were performed in Excel (Microsoft Office 2011
edition). Data were expressed as mean6standard error of the
mean (SEM). Statistical analyses were performed using the
unpaired Student’s t-test. Unless otherwise mentioned P values
were two-tailed and the level of statistical significance was set at
P,0.05.
Supporting Information
Figure S1 Distribution of splice forms revealed by
cloning and sequencing. A, Relative abundance of SMN
splice isoforms. All splice variants except D5,6 were cloned from
SH-SY5Y cells. Splice variant D5,6 was cloned from GM20383
cells. B, Evaluation of SMN splice isoforms generated under OS
caused by PQ treatment of SH-SY5Y cells. Cells were treated with
1 mM PQ for 24 hours and analyzed by RT-PCR, cloning and
sequencing.
(DOCX)
Figure S2 Pictogram showing relative abundance of
transcripts generated in various cell types undergoing
through OS. Peak values are derived from the band intensities in
lanes shown in Figure 4B. Pictograms were generated by
MultiGauge software version 3.0 (FUJIFILM). Abbreviation: FL,
Full-length transcript.
(DOCX)
Figure S3 Comparison of different splice variants in PQ
treated and untreated SH-SY5Y cells as determined by
qRT-PCR. A, Relative expression of splice isoforms from control
untreated and 1 mM PQ treated cells. qRT-PCR was performed
as described in Materials and Methods S1. Total SMN from
untreated SH-SY5Y was used for normalization. The values are
mean 6 SD. Abbreviations for transcripts: Total, total SMN; 7+,
exon 7-included; D7, exon 7 skipped; 5+, exon 5-included; D5,
exon 5 skipped; 3+, exon 3-included; D3, exon 3 skipped. *,
P,0.05; **, P,0.01. B, Log2 transformed fold changes in SMN
splice isoform levels between control untreated and 1 mM PQ
treated calculated based on the results shown in Panel (A). The
values are mean 6 SD. Abbreviations for transcripts: Total, total
SMN; 7+, exon 7-included; D7, exon 7 skipped; 5+, exon 5-
included; D5, exon 5 skipped; 3+, exon 3-included; D3, exon 3
skipped. *, P,0.05; **, P,0.01.
(DOCX)
Figure S4 Diagrammatic representation of minigenes
placed under the control of different promoters. A, SMN1
and SMN2 minigenes (pSMN1DI6 and pSMN2DI6) under the
control of CMV promoter. Cloning strategy is described earlier
[61]. B, SMN1 and SMN2 minigenes (pTK-SMN1DI6 and pTK-
SMN2DI6) under the control of TK promoter were generated by
subcloning into pTK-GLuc vector (New England Biolabs).
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Cloning strategy is described in Materials and methods. C, SMN1
and SMN2 minigenes (pWTP-SMN1DI6 and pWTP-SMN2DI6)
under the control of wild type SMN promoters were generated by
replacing CMV promoter with human SMN1 and SMN2
promoters, respectively. Cloning strategy is described in Materials
and Methods.
(DOCX)
Figure S5 Results showing specificity of 8-mer ASO
targeting GC-rich sequence. A, Diagrammatic representation
of the ASO target area as described in Figure 7A. B, Splicing
pattern of endogenous PLOD2 in SMA patient fibroblasts
transfected with different ASOs in the presence (+) or absence
(2) of PQ. Transfection, PQ treatment and RNA isolation
procedures were the same as described in Figure 7. PLOD2 spliced
products were analyzed by RT-PCR. RNA was converted to
cDNA using an oligo(dT)12–18 primer. PLOD2 transcripts were
amplified using E13-PLOD2 and E15-PLOD2 primers that
anneal to exons 13 and 15, respectively. Primer sequences are
given in Table S1.
(DOCX)
Table S1 List of primers used in this study.
(DOCX)
Materials and Methods S1 Detailed information on
methods used in this study.
(DOCX)
Acknowledgments
Authors acknowledge Dr. Arthur Burghes for generous gift of plasmids
carrying human SMN1 and SMN2 promoters, Jerald Chavez for providing
help with sub-cloning of SMN1 minigene containing human SMN1
promoter sequence, Eric Ottesen for providing critical comments on the
manuscript.
Author Contributions
Conceived and designed the experiments: RNS NNS JS SJR. Performed
the experiments: NNS JS SJR. Analyzed the data: RNS NNS JS SJR.
Contributed reagents/materials/analysis tools: RNS. Wrote the paper:
RNS NNS.
References
1. Xing Y, Lee C (2007) Relating alternative splicing to proteome complexity and
genome evolution. Adv Exp Med Biol 623: 36–49.
2. Nilsen TW, Graveley BR (2007) Expansion of the eukaryotic proteome by
alternative splicing. Nature 463: 457–463.
3. Matlin AJ, Moore MJ (2007) Spliceosome assembly and composition. Adv Exp
Med Biol 623: 14–35.
4. Wahl MC, Will CL, Lu¨hrmann R (2009) The spliceosome: design principles of a
dynamic RNP machine. Cell 136: 701–718.
5. Mun˜oz MJ, de la Mata M, Kornblihtt AR (2010) The carboxy terminal domain
of RNA polymerase II and alternative splicing. Trends Biochem Sci 35: 497–
504.
6. Lin S, Fu XD (2007) SR proteins and related factors in alternative splicing. Adv
Exp Med Biol 623: 107–122.
7. Martinez-Contreras R, Cloutier P, Shkreta L, Fisette JF, Revil T, et al. (2007)
hnRNP proteins and splicing control. Adv Exp Med Biol 623: 123–147.
8. David CJ, Manley JL (2008) The search for alternative splicing regulators: new
approaches offer a path to a splicing code. Genes Dev 22: 279–285.
9. Wang Z, Burge CB (2008) Splicing regulation: from a parts list of regulatory
elements to an integrated splicing code. RNA 14: 802–813.
10. Yu Y, Maroney PA, Denker JA, Zhang XH, Dybkov O, et al. (2008) Dynamic
regulation of alternative splicing by silencers that modulate 59 splice site
competition. Cell 135: 1224–1236.
11. Disher K, Skandalis A (2007) Evidence of the modulation of mRNA splicing
fidelity in humans by oxidative stress and p53. Genome 50: 946–953.
12. Cooper TA, Wan L, Dreyfuss G (2009) RNA and disease. Cell 136: 777–793.
13. Tazi J, Bakkour N, Stamm S (2009) Alternative splicing and disease. Biochim
Biophys Acta 1792: 14–26.
14. Ward AJ, Cooper TA (2010) The pathobiology of splicing. J Pathol 220: 152–
163.
15. Dutertre M, Sanchez G, De Cian MC, Barbier J, Dardenne E, et al. (2010)
Cotranscriptional exon skipping in the genotoxic stress response. Nat Struct Mol
Biol 17: 1358–1366.
16. Dutertre M, Sanchez G, Barbier J, Corcos L, Auboeuf D (2011) The emerging
role of pre-messenger RNA splicing in stress responses: Sending alternative
messages and silent messengers. RNA Biol 8.
17. Lenzken SC, Romeo V, Zolezzi F, Cordero F, Lamorte G, et al. (2011) Mutant
SOD1 and mitochondrial damage alter expression and splicing of genes
controlling neuritogenesis in models of neurodegeneration. Hum Mutat 32: 168–
182.
18. Lefebvre S, Bu¨rglen L, Reboullet S, Clermont O, Burlet P, et al. (1995)
Identification and characterization of a spinal muscular atrophy-determining
gene. Cell 80: 155–165.
19. Lorson CL, Hahnen E, Androphy EJ, Wirth B (1999) A single nucleotide in the
SMN gene regulates splicing and is responsible for spinal muscular atrophy. Proc
Natl Acad Sci U S A 96: 6307–6311.
20. Vitte J, Fassier C, Tiziano FD, Dalard C, Soave S, et al. (2007) Refined
characterization of the expression and stability of the SMN gene products.
Am J Pathol 171: 1269–1280.
21. Cho S, Dreyfuss G (2010) A degron created by SMN2 exon 7 skipping is a
principal contributor to spinal muscular atrophy severity. Genes Dev 24: 438–
442.
22. Lorson CL, Androphy EJ (2000) An exonic enhancer is required for inclusion of
an essential exon in the SMA-determining gene SMN. Hum Mol Genet 9: 259–
265.
23. Gangwani L, Mikrut M, Theroux S, Sharma M, Davis RJ (2001) Spinal
muscular atrophy disrupts the interaction of ZPR1 with the SMN protein. Nat
Cell Biol 3: 376–383.
24. Pellizzoni L, Yong J, Dreyfuss G (2002) Essential role for the SMN complex in
the specificity of snRNP assembly. Science 298: 1775–1779.
25. Renvoise´ B, Khoobarry K, Gendron MC, Cibert C, Viollet L, et al. (2006)
Distinct domains of the spinal muscular atrophy protein SMN are required for
targeting to Cajal bodies in mammalian cells. J Cell Sci 119: 680–692.
26. Cauchi RJ (2010) SMN and Gemins: ‘we are family’ … or are we?: insights into
the partnership between Gemins and the spinal muscular atrophy disease
protein SMN. Bioessays 32: 1077–1089.
27. Fuentes JL, Strayer MS, Matera AG (2010) Molecular determinants of survival
motor neuron (SMN) protein cleavage by the calcium-activated protease,
calpain. PLoS One 5: e15769.
28. Todd AG, Shaw DJ, Morse R, Stebbings H, Young PJ (2010) SMN and the
Gemin proteins form sub-complexes that localise to both stationary and dynamic
neurite granules. Biochem Biophys Res Commun 394: 211–216.
29. Winkler C, Eggert C, Gradl D, Meister G, Giegerich M, et al. (2005) Reduced U
snRNP assembly causes motor axon degeneration in an animal model for spinal
muscular atrophy. Genes Dev 19: 2320–2330.
30. Battle DJ, Kasim M, Yong J, Lotti F, Lau CK, et al. (2006) The SMN complex:
an assembly machine for RNPs. Cold Spring Harb Symp Quant Biol 71: 313–
320.
31. Bowerman M, Shafey D, Kothary R (2007) Smn depletion alters profilin II
expression and leads to upregulation of the RhoA/ROCK pathway and defects
in neuronal integrity. J Mol Neurosci 32: 120–131.
32. Fallini C, Zhang H, Su Y, Silani V, Singer RH, et al. (2011) The survival of
motor neuron (SMN) protein interacts with the mRNA-binding protein HuD
and regulates localization of poly(A) mRNA in primary motor neuron axons.
J Neurosci 31: 3914–3925.
33. Peter CJ, Evans M, Thayanithy V, Taniguchi-Ishigaki N, Bach I, et al. (2011)
The COPI vesicle complex binds and moves with survival motor neuron within
axons. Hum Mol Genet 20: 1701–1711.
34. Rossoll W, Kro¨ning AK, Ohndorf UM, Steegborn C, Jablonka S, et al. (2002)
Specific interaction of Smn, the spinal muscular atrophy determining gene
product, with hnRNP-R and gry-rbp/hnRNP-Q: a role for Smn in RNA
processing in motor axons? Hum Mol Genet 11: 93–105.
35. Strasswimmer J, Lorson CL, Breiding DE, Chen JJ, Le T, et al. (1999)
Identification of survival motor neuron as a transcriptional activator-binding
protein. Hum Mol Genet 8: 1219–1226.
36. Takaku M, Tsujita T, Horikoshi N, Takizawa Y, Qing Y, et al. (2011)
Purification of the human SMN-GEMIN2 complex and assessment of its
stimulation of RAD51-mediated DNA recombination reactions. Biochemistry
50: 6797–6805.
37. Zou T, Yang X, Pan D, Huang J, Sahin M, et al. (2011) SMN deficiency reduces
cellular ability to form stress granules, sensitizing cells to stress. Cell Mol
Neurobiol 31: 541–550.
38. Wirth B, Brichta L, Hahnen E (2006) Spinal muscular atrophy and therapeutic
prospects. Prog Mol Subcell Biol 44: 109–132.
39. Le TT, Pham LT, Butchbach ME, Zhang HL, Monani UR, et al. (2005)
SMNDelta7, the major product of the centromeric survival motor neuron
(SMN2) gene, extends survival in mice with spinal muscular atrophy and
associates with full-length SMN. Hum Mol Genet 14: 845–857.
Diversity of Splice Isoforms of SMA Genes
PLOS ONE | www.plosone.org 16 November 2012 | Volume 7 | Issue 11 | e49595
40. Echaniz-Laguna A, Guiraud-Chaumeil C, Tranchant C, Reeber A, Melki J, et
al. (2002) Homozygous exon 7 deletion of the SMN centromeric gene (SMN2): a
potential susceptibility factor for adult-onset lower motor neuron disease.
J Neurol 249: 290–293.
41. Kim J, Lee SG, Choi YC, Kang SW, Lee JB, et al. (2010) Association between
survivor motor neuron 2 (SMN2) gene homozygous deletion and sporadic lower
motor neuron disease in a Korean population. Ann Clin Lab Sci 40: 368–374.
42. Williams JH, Schray RC, Patterson CA, Ayitey SO, Tallent MK, et al. (2009)
Oligonucleotide-mediated survival of motor neuron protein expression in CNS
improves phenotype in a mouse model of spinal muscular atrophy. J Neurosci
29: 7633–7638.
43. Shababi M, Mattis VB, Lorson CL (2010) Therapeutics that directly increase
SMN expression to treat spinal muscular atrophy. Drug News Perspect 23: 475–
482.
44. Passini MA, Bu J, Richards AM, Kinnecom C, Sardi SP, et al. (2011) Antisense
oligonucleotides delivered to the mouse CNS ameliorate symptoms of severe
spinal muscular atrophy. Sci Transl Med 3: 72ra18.
45. Hua Y, Sahashi K, Hung G, Rigo F, Passini MA, et al. (2010) Antisense
correction of SMN2 splicing in the CNS rescues necrosis in a type III SMA
mouse model. Genes Dev 24: 1634–1644.
46. Hua Y, Sahashi K, Rigo F, Hung G, Horev G, et al. (2011) Peripheral SMN
restoration is essential for long-term rescue of a severe spinal muscular atrophy
mouse model. Nature 478: 123–126.
47. Porensky PN, Mitrpant C, McGovern VL, Bevan AK, Foust KD, et al. (2011) A
single administration of morpholino antisense oligomer rescues spinal muscular
atrophy in mouse. Hum Mol Genet.
48. Singh NK, Singh NN, Androphy EJ, Singh RN. (2006) Splicing of a critical exon
of human Survival Motor Neuron is regulated by a unique silencer element
located in the last intron. Mol Cell Biol 26: 1333–1346.
49. Mattis VB, Rai R, Wang J, Chang CW, Coady T, et al. (2006) Novel
aminoglycosides increase SMN levels in spinal muscular atrophy fibroblasts.
Hum Genet 120: 589–601.
50. Avila AM, Burnett BG, Taye AA, Gabanella F, Knight MA, et al. (2007)
Trichostatin A increases SMN expression and survival in a mouse model of
spinal muscular atrophy. J Clin Invest 117: 659–671.
51. Hua Y, Vickers TA, Baker BF, Bennett CF, Krainer AR (2007) Enhancement of
SMN2 exon 7 inclusion by antisense oligonucleotides targeting the exon. PLoS
Biol 5: e73.
52. Hastings ML, Berniac J, Liu YH, Abato P, Jodelka FM, et al. (2009)
Tetracyclines that promote SMN2 exon 7 splicing as therapeutics for spinal
muscular atrophy. Sci Transl Med 1: 5ra12.
53. Singh NN, Shishimorova M, Cao LC, Gangwani L, Singh RN (2009) A short
antisense oligonucleotide masking a unique intronic motif prevents skipping of a
critical exon in spinal muscular atrophy. RNA Biol 6: 341–350.
54. Zhang Z, Kelemen O, van Santen MA, Yelton SM, Wendlandt AE, et al. (2011)
Synthesis and characterization of pseudocantharidins, novel phosphatase
modulators that promote the inclusion of exon 7 into the SMN (survival of
motoneuron) pre-mRNA. J Biol Chem 286: 10126–10136.
55. Singh NN, Seo J, Ottesen EW, Shishimorova M, Bhattacharya D, et al. (2011)
TIA1 prevents skipping of a critical exon associated with spinal muscular
atrophy. Mol Cell Biol 31: 935–954.
56. Kashima T, Rao N, Manley JL (2007) An intronic element contributes to
splicing repression in spinal muscular atrophy. Proc Natl Acad Sci U S A 104:
3426–3431.
57. Hsieh-Li HM, Chang JG, Jong YJ, Wu MH, Wang NM, et al. (2000) A mouse
model for spinal muscular atrophy. Nat Genet 24: 66–70.
58. Gennarelli M, Lucarelli M, Capon F, Pizzuti A, Merlini L, et al. (1995) Survival
motor neuron gene transcript analysis in muscles from spinal muscular atrophy
patients. Biochem Biophys Res Commun 213: 342–348.
59. Cicchetti F, Drouin-Ouellet J, Gross RE (2009) Environmental toxins and
Parkinson’s disease: what have we learned from pesticide-induced animal
models? Trends Pharmacol Sci 30: 475–483.
60. Maracchioni A, Totaro A, Angelini DF, Di Penta A, Bernardi G, et al. (2007)
Mitochondrial damage modulates alternative splicing in neuronal cells:
implications for neurodegeneration. J Neurochem 100: 142–153.
61. Jalanko A, Tyynela¨ J, Peltonen L (2006) From genes to systems: new global
strategies for the characterization of NCL biology. Biochim Biophys Acta 1762:
934–944.
62. Cramer P, Pesce CG, Baralle FE, Kornblihtt AR (1997) Functional association
between promoter structure and transcript alternative splicing. Proc Natl Acad
Sci U S A 94: 11456–11460.
63. Cramer P, Ca´ceres JF, Cazalla D, Kadener S, Muro AF, et al. (1999) Coupling
of transcription with alternative splicing: RNA pol II promoters modulate SF2/
ASF and 9G8 effects on an exonic splicing enhancer. Mol Cell 4: 251–258.
64. Kornblihtt AR (2005) Promoter usage and alternative splicing. Curr Opin Cell
Biol 17: 262–268.
65. Echaniz-Laguna A, Miniou P, Bartholdi D, Melki J (1999) The promoters of the
survival motor neuron gene (SMN) and its copy (SMNc) share common
regulatory elements. Am J Hum Genet 64: 1365–1370.
66. Monani UR, McPherson JD, Burghes AH (1999) Promoter analysis of the
human centromeric and telomeric survival motor neuron genes (SMNC and
SMNT). Biochim Biophys Acta 1445: 330–336.
67. Garbes L, Riessland M, Ho¨lker I, Heller R, Hauke J, et al. (2009) LBH589
induces up to 10-fold SMN protein levels by several independent mechanisms
and is effective even in cells from SMA patients non-responsive to valproate.
Hum Mol Genet 18: 3645–3658.
68. Singh NN, Androphy EJ, Singh RN (2004) An extended inhibitory context
causes skipping of exon 7 of SMN2 in spinal muscular atrophy. Biochem
Biophys Res Commun 315: 381–388.
69. Singh NN, Androphy EJ, Singh RN (2004) In vivo selection reveals
combinatorial controls that define a critical exon in the spinal muscular atrophy
genes. RNA 10: 1291–1305.
70. Luco RF, Allo M, Schor IE, Kornblihtt AR, Misteli T (2011) Epigenetics in
alternative pre-mRNA splicing. Cell 144: 16–26.
71. Carrillo Oesterreich F, Preibisch S, Neugebauer KM (2010) Global analysis of
nascent RNA reveals transcriptional pausing in terminal exons. Mol Cell 40:
571–581.
72. Singh NN, Hollinger K, Bhattacharya D, Singh RN (2010) An antisense
microwalk reveals critical role of an intronic position linked to a unique long-
distance interaction in pre-mRNA splicing. RNA 16: 1167–1181.
73. Singh NN, Singh RN (2011) Alternative splicing in spinal muscular atrophy
underscores the role of an intron definition model. RNA Biol 8: 600–606.
74. Montes M, Cloutier A, Sa´nchez-Herna´ndez N, Michelle L, Lemieux B, et al.
(2012) TCERG1 regulates alternative splicing of the Bcl-x gene by modulating
the rate of RNA polymerase II transcription. Mol Cell Biol 32: 751–762.
75. Spriggs KA, Bushell M, Willis AE (2010) Translational regulation of gene
expression during conditions of cell stress. Mol Cell 40: 228–237.
76. Cesana M, Cacchiarelli D, Legnini I, Santini T, Sthandier O, et al. (2011) A
long noncoding RNA controls muscle differentiation by functioning as a
competing endogenous RNA. Cell 147: 358–369.
77. Grimson A, Farh KK, Johnston WK, Garrett-Engele P, Lim LP, et al. (2007)
MicroRNA targeting specificity in mammals: determinants beyond seed pairing.
Mol Cell 27: 91–105.
78. Deng N, Puetter A, Zhang K, Johnson K, Zhao Z, et al. (2011) Isoform-level
microRNA-155 target prediction using RNA-seq. Nucleic Acids Res 39: e61.
Diversity of Splice Isoforms of SMA Genes
PLOS ONE | www.plosone.org 17 November 2012 | Volume 7 | Issue 11 | e49595
